amplify the 16S-23S rRNA intergenic spacer region of Bartonella spp. by nested PCR. For outer PCR, we used primers QHVE-1 (5′-TTCA-G AT G AT G AT C C C A A G C -3 ′ ) and QHVE-3 (5′-AACATGTCT-GAATATATCTTC-3′) (4, 5) . PCR was performed with an initial incubation for 2 min at 94°C; 35 cycles of denaturation at 94°C for 30 s, primer annealing at 52°C for 30 s, and elongation at 72°C for 60 s; and a final incubation at 72°C for 6 min.
Nested PCR was performed by using primers QHVE-12 (5′-CCG GAG GGC TTG TAG CTC AG-3′) and QHVE-14b (5′-CCT CACAAT TTC AAT AGA AC-3′) (4). Nested PCR conditions were identical to those for the outer PCR, except for the annealing temperature, which was 55°C. Positive amplicons were separated by electrophoresis on a 1.2% agarose gel and purified by using the QIAquick PCR Purification Kit (QIAGEN, Valencia, CA, USA).
Purified DNA amplicons (400-600 bp) were sequenced by using an ABI automated sequencer (Applied Biosystems, Foster City, CA, USA). Intergenic spacer sequences from raccoon isolates were aligned with reported Bartonella species sequences in GenBank by using the ClustalW algorithm (6) . A phylogenetic tree of the sequences was constructed by using neighbor-joining methods and maximum composite likelihood distances. Data were resampled 1,000 times to generate bootstrap values by using MEGA5 (7) .
Of 74 samples analyzed (37 raccoon, 37 feral cat), 16 (43%) raccoon samples and 18 (48%) feral cat samples were positive for Bartonella spp. by PCR. Thirteen positive raccoon samples and 16 positive feral cat samples were sequenced. Twelve positive raccoon samples and 13 positive feral cat samples contained Bartonella henselae. B. koehlerae was amplified from 1 feral cat sample and 1 raccoon sample (99% sequence homology with a B. koehlerae sequence, GenBank accession no. AF312490). Two feral cat samples were identified as containing B. clarridgeiae and showed 98% and 100% sequence homology with a B. clarridgeiae sequence (GenBank accession no. AF167989) ( Among reservoir hosts for Bartonella species, rodents and cats have been the most extensively studied. Rodents harbor 11 Bartonella species (3). Cats are the principal reservoirs of B. clarridgeiae, which causes endocarditis in humans, and B. henselae, which causes cat-scratch disease. However, little is known about Bartonella spp. infections in raccoons; there is only 1 report of B. rochalimae in raccoons in California (8) .
In this study, a relatively high proportion of raccoons were infected with B. henselae, implying that there is spillover of B. henselae from feral cats to raccoons or that raccoons are another active reservoir for B. henselae. B. clarridgeiae and B. koehlerae are also ). Regional BCG disease was clinically diagnosed without microbiological investigation, and a broad antimycobacterial therapy targeting M. tuberculosis complex species was started with 5 mg/kg isoniazid, 10 mg/kg rifampin, and 25 mg/kg pyrazinamide. After 6 weeks of antimycobacterial therapy, ART was initiated with lamivudine, stavudine, and abacavir.
After 6 months of antimycobacterial treatment, the infant was hospitalized again for recurrent inflammation and fistulization of the axillary lymph nodes associated with fever.
